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3G4-2BVH original sequence: 



















M 


G 


W 


T 


W 


I 


F 


I 


L 


I 


L 


S 


V 


121 
















ATG 


GGA 


TGG 


ACC 


TGG 


ATC 


TTT 


ATT 


TTA 


ATC 


CTG 


TCA 


GTA 


















TAC 


CCT 


ACC 


TGG 


ACC 


TAG 


AAA 


TAA 


AAT 


TAG 


GAC 


AGT 


CAT 




















PvuII 
























T 


T 


G 


V 


H 


S 


E 


V 


o 


L 


Q 


Q 


S 


G 


P 


E 


L 


E 


K 


P 


181 


ACT 


ACA 


GGT 


GTC 


CAC 


TCT 


GAG 


GTC 


CAG 


CTG 


CAG 


CAG 


TCT 


GGA 


CCT 


GAG 


CTG 


GAG 


AAG 


CCT 




TGA 


TGT 


CCA 


CAG 


GTG 


AGA 


CTC 


CAG 


GTC 


GAC 


GTC 


GTC 


AGA 


CCT 


GGA 


CTC 


GAC 


CTC 


TTC 


GGA 




G 


A 


S 


V 


K 


Xj 


s 


Q 


K 


A 


s 


G 


Y 




F 


T 


Q 


Y 


N 


M 


241 


GGC 


GCT 


TCA 


GTG 


AAG 


CTA 


TCC 


TGC 


AAG 


GCT 


TCT 


GGT 


TAC 


TCA 


TTC 


ACT 


GGC 


TAC 


AAC 


ATG 




CCG 


CGA 


AGT 


CAC 


TTC 


GAT 


AGG 


ACG 




CGA 


AGA 


CCA 


ATG 


AGT 


AAG 


TGA 


CCG 


ATG 


TTG 


TAC 




N 


W 


V 


K 


Q 


S 


H 


G 


K 


s 


L 


E 


W 


I 


G 


H 


I 


D 


P 


Y 


301 


AAC 


TGG 


GTG 


AAA 


CAG 


AGC 


CAT 


GGA 


AAG 


AGC 


CTT 


GAA 


TGG 


ATT 


GGA 


CAT 


ATT 


GAT 


CCT 


TAC 




TTG 


ACC 


CAC 


TTT 


GTC 


TCG 


GTA 


CCT 


TTC 


TCG 


GAA 


CTT 


ACC 


TAA 


CCT 


GTA 


TAA 


CTA 


GGA 


ATG 




Y 


G 


D 


T 


S 


Y 


N 


Q 


K 


F 


R 


G 


K 


A 


T 


L 


T 


V 


D 


K 


361 


TAT 


GGT 


GAT 


ACT 


TCC 


TAC 


AAC 


CAG 


AAG 


TTC 


AGG 


GGC 


AAG 


GCC 


ACA 


TTG 


ACT 


GTA 


GAC 


AAA 




ATA 


CCA 


CTA 


TGA 


AGG 


ATG 


TTG 


GTC 


TTC 


AAG 


TCC 


CCG 


TTC 


CGG 


TGT 


AAC 


TGA 


CAT 


CTG 


TTT 




S 


S 


S 


T 


A 


Y 


M 


Q 


L 


K 


S 


L 


T 


S 


E 


D 


S 


A 


V 


Y 


421 


TCC 


TCC 


AGC 


ACA 


GCC 


TAC 


ATG 


CAG 


CTC 


AAG 


AGC 


CTG 


ACA 


TCT 


GAG 


GAC 


TCT 


GCA 


GTC 


TAT 




AGG 


AGG 


TCG 


TGT 


CGG 


ATG 


TAC 


GTC 


GAG 


TTC 


TCG 


GAC 


TGT 


AGA 


CTC 


CTG 


AGA 


CGT 


CAG 


ATA 




Y 


C 


V 


K 


G 


G 


Y 


Y 


G 


H 


W 


Y 


F 


D 


V 


W 


G 


A 


G 


T 


481 


TAC 


TGT 


GTA 


AAG 


GGG 


GGT 


TAC 


TAC 


GGG 


CAC 


TGG 


TAC 


TTC 


GAT 


GTC 


TGG 


GGC 


GCA 


GGG 


ACC 




ATG 


ACA 


CAT 


TTC 


CCC 


CCA 


ATG 


ATG 


CCC 


GTG 


ACC 


ATG 


AAG 


CTA 


CAG 


ACC 


CCG 


CGT 


CCC 


TGG 




BstEII 






































T 


V 


T 


V 


S 


S 


A 


T 


T 


T 


A 


P 


S 


V 


Y 


P 


L 


V 


P 




541 


ACG 


GTC 


ACC 


GTC 


TCC 


TCA 


GCT 


ACA 


ACA 


ACA 


GCC 


CCA 


TCT 


GTC 


TAT 


CCC 


TTG 


GTC 


CCG 


GGC 




TGC 


CAG 


TGG 


CAG 


AGG 


AGT 


CGA 


TGT 


TGT 


TGT 


CGG 


GGT 


AGA 


CAG 


ATA 


GGG 


AAC 


CAG 


GGC 


CCG 




BamHI 










EcoRI 




















Xhol 




601 


GGA 


TCC 


CCC 


GGG 


CTG 


CAG 


GAA 


TTC 


GAT 


ATC 


AAG 


CTT 


ATC 


GAT 


ACC 


GTC 


GAC 


CTC 


GAG 


GGG 




CCT 


AGG 


GGG 


CCC 


GAC 


GTC 


CTT 


AAG 


CTA 


TAG 


TTC 


GAA 


TAG 


CTA 


TGG 


CAG 


CTG 


GAG 


CTC 


CCC 



The RACE product 3G4-2BVH is cloned and grafted onto the human yl constant region 
at the BstEII site. Thus, it contains the mouse leader sequence and its VH is joined with 
the human CHI sequence in the following way: leader/3 G4VH/VSS- AST... 



Mouse Leader >lmature protein 

1 MGWTWIFILI LSVTTGVHSE VQLQQSGPEL EKPGASVKLS CKASGYSFTG 
51 YNMNWVKQSH GKSLEWIGHI DPYYGDTSYN QKFRGKATLT VDKSSSTAYM 

^BstEII graft site 
101 QLKSLTSEDS AVYYCVKGGY YGHWYFDVWG AGTTVTVSS ASTKGPSVFPL 
151 APSSKSTSG Thuman ylCHl 



FIG. 18B 



3G4-2BVL original sequence: 
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AGG 
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GCT 
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C 
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121 


CCT 


GCA 


CAG 


ATT 


TTG 


GGC 


TTC 


TTG 


TTG 


CTC 


TTG 


TTT 


CCA 


GGT 


ACC 


AGA 


TGT 


GAC 


ATC 


CAG 




GGA 


CGT 


GTC 


TAA 


AAC 


CCG 


AAG 


AAC 


AAC 


GAG 


AAC 


AAA 


GGT 


CCA 


TGG 


TCT 


ACA 


CTG 


TAG 


GTC 
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T 


Q 
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P 


S 


S 


L 


S 


A 


S 


L 


G 


E 


R 


V 


S 


L 


T 


C 


181 


ATG 


ACC 


CAG 


TCT 


CCA 


TCC 


TCC 


TTA 


TCT 


GCC 


TCT 


CTG 


GGA 


GAA 


AGA 


GTC 


AGT 


CTC 


ACT 


TGT 




TAC 


TGG 


GTC 


AGA 


GGT 


AGG 


AGG 


AAT 


AGA 


CGG 


AGA 


GAC 


CCT 


CTT 


TCT 


CAG 


TCA 


GAG 


TGA 


ACA 
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S 
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W 


L 


Q 


Q 


G 


P 


D 


G 


T 


241 


CGG 


GCA 


AGT 


CAG 


GAC 


ATT 


GGT 


AGT 


AGC 


TTA 


AAC 


TGG 


CTT 


CAG 


CAG 


GGA 


CCA 


GAT 


GGA 


ACT 




GCC 


CGT 


TCA 


GTC 


CTG 


TAA 


CCA 


TCA 


TCG 


AAT 


TTG 


ACC 


GAA 


GTC 


GTC 


CCT 


GGT 


CTA 


CCT 


TGA 




I 
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L 
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Y 
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T 


S 


S 
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S 


G 


V 


P 


K 


R 


F 
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301 


ATT 


AAA 


CGC 


CTG 


ATC 


TAC 


GCC 


ACA 


TCC 


AGT 


TTA 


GAT 


TCT 


GGT 


GTC 


CCC 


AAA 


AGG 


TTC 


AGT 




TAA 


TTT 


GCG 


GAC 


TAG 


ATG 


CGG 


TGT 


AGG 


TCA 


AAT 


CTA 


AGA 


CCA 


CAG 


GGG 


TTT 


TCC 


AAG 


TCA 
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S 


G 
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Y 


S 


L 
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S 
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E 
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361 


GGC 


AGT 


AGG 


TCT 


GGG 


TCA 


GAT 


TAT 


TCT 


CTC 


ACC 


ATC 


AGC 


AGC 


CTT 


GAG 


TCT 


GAA 


GAT 


TTT 




CCG 


TCA 


TCC 


AGA 


CCC 


AGT 


CTA 


ATA 


AGA 


GAG 


TGG 


TAG 


TCG 


TCG 


GAA 


CTC 


AGA 


CTT 


CTA 


AAA 




V 


D 


Y 


Y 


C 


L 


Q 


Y 


V 


S 


S 


P 


P 


T 


F 


G 


A 


G 


T 


K 


421 


GTA 


GAC 


TAT 


TAC 


TGT 


CTA 


CAA 


TAT 


GTT 


AGT 


TCT 


CCT 


CCC 


ACG 


TTC 


GGT 


GCT 


GGG 


ACC 


AAG 




CAT 


CTG 


ATA 


ATG 


ACA 


GAT 


GTT 


ATA 


CAA 


TCA 


AGA 


GGA 


GGG 


TGC 


AAG 


CCA 


CGA 


CCC 


TGG 


TTC 
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BamHI 
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F 
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P 




481 


CTG 


GAG 


CTG 


AAA 


CGG 


GCT 


GAT 


GCT 


GCA 


CCA 


ACT 


GTC 


TTC 


ATC 


TTC 


GGG 


CGG 


ATC 


CCC 


CGG 




GAC 


CTC 


GAC 


TTT 


GCC 


CGA 


CTA 


CGA 


CGT 


GGT 


TGA 


CAG 


AAG 


TAG 


AAG 


CCC 


GCC 


TAG 


GGG 


GCC 



The RACE product 3G4-2BVL is grafted to human k constant region at the Bbsl site. 
Thus, it contains the mouse leader sequence and its VL is joined withIN the human CL1 
sequence in the following way: leader/3 G4-VL/TVF-IFP... 



Mouse Leader >lmature protein 

1 MDMRAPAQIL GFLLLLFPGT RCDIQMTQSP SSLSASLGER VSLTCRASQD 
51 IGSSLNWLQQ GPDGTIKRLI YATSSLDSGV PKRFSGSRSG SDYSLTISSL 

FR4>1 iBbsI graft site 

101 ESEDFVDYYC LQYVSSPPTF GAGTKLELKR ADAAPTVF I FPPSDEQLKSGTAS 

f human kappa constant 
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